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758 SNPs in and around VDR and MEGALIN genes were found in the HANDLS database, that
were of good quality based on the same criteria described in supplemental method 1. A secondary analysis was conducted whereby each SNP was entered into the same models as for SNPHAPs along with the same set of covariates and the same series of incident and prevalent metabolic syndrome outcomes, stratifying by sex. Effect modification by sex was also tested. The critical pvalue was set at 0.01 for overall analysis and 0.02 for sex-specific analyses. Only statistically Table S2 . Key findings from single SNP analysis with incident and prevalent MetS outcomes, overall and stratified by sex.
